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<210> 1 

<211> 1034 

<212> PRT 

<213> Homo sapiens 

<400> 1 

Met Ala Leu He Met Glu Pro Val Ser Lys Trp Ser Pro Ser Gin Val 
15 10 15 

Val Asp Trp Met Lys Gly Leu Asp Asp Cys Leu Gin Gin Tyr He Lys 
20 25 30 

Asn Phe Glu Arg Glu Lys He Ser Gly Asp Gin Leu Leu Arg He Thr 
35 40 * 45 

His Gin Glu Leu Glu Asp Leu Gly Val Ser Arg He Gly His Gin Glu 
50 55 60 

Leu He Leu Glu Ala Val Asp Leu Leu Cys Ala Leu Asn Tyr Gly Leu 
65 70 75 80 

Glu Thr Glu Asn Leu Lys Thr Leu Ser His Lys Leu Asn Ala Ser Ala 
85 90 95 

Lys Asn Leu Gin Asn Phe He Thr Gly Arg Arg Arg Ser Gly His Tyr 
100 105 110 

Asp Gly Arg Thr Ser Arg Lys Leu Pro Asn Asp Phe Leu Thr Ser Val 
115 120 125 

Val Asp Leu He Gly Ala Ala Lys Ser Leu Leu Ala Trp Leu Asp Arg 
130 135 140 

Ser Pro Phe Ala Ala Val Thr Asp Tyr Ser Val Thr Arg Asn Asn Val 
145 150 155 160 



He Gin Leu Cys Leu Glu Leu Thr Thr He Val Gin Gin Asp Cys Thr 
165 170 175 
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Val Tyr Glu Thr Glu Asn Lys He Leu His Val Cys Lys Thr Leu Ser 
180 185 190 

Gly Val Cys Asp His He He Ser Leu Ser Ser Asp Pro Leu Val Ser 
195 200 205 

Gin Ser Ala His Leu Glu Val He Gin Leu Ala Asn He Lys Pro Ser 
210 215 220 

Glu Gly Leu Gly Met Tyr He Lys Ser Thr Tyr Asp Gly Leu His Val 
225 230 235 240 

He Thr Gly Thr Thr Glu Asn Ser Pro Ala Asp Arg Cys Lys Lys He 
245 250 255 

His Ala Gly Asp Glu Val He Gin Val Asn His Gin Thr Val Val Gly 
260 265 270 

Trp Gin Leu Lys Asn Leu Val Asn Ala Leu Arg Glu Asp Pro Ser Gly 
275 280 285 

Val He Leu Thr Leu Lys Lys Arg Pro Gin Ser Met Leu Thr Ser Ala 
290 295 300 

Pro Ala Leu Leu Lys Asn Met Arg Trp Lys Pro Leu Ala Leu Gin Pro 
305 310 315 320 

Leu He Pro Arg Ser Pro Thr Ser Ser Val Ala Thr Pro Ser Ser Thr 
325 330 335 

He Ser Thr Pro Thr Lys Arg Asp Ser Ser Ala Leu Gin Asp Leu Tyr 
340 345 350 

He Pro Pro Pro Pro Ala Glu Pro Tyr He Pro Arg Asp Glu Lys Gly 
355 360 365 

Asn Leu Pro Cys Glu Asp Leu Arg Gly His Met Val Gly Lys Pro Val 
370 375 380 

His Lys Gly Ser Glu Ser Pro Asn Ser Phe Leu Asp Gin Glu Tyr Arg 
385 390 395 400 

Lys Arg Phe Asn He Val Glu Glu Asp Thr Val Leu Tyr Cys Tyr Glu 
405 410 415 

Tyr Glu Lys Gly Arg Ser Ser Ser Gin Gly Arg Arg Glu Ser Thr Pro 
420 425 430 

Thr Tyr Gly Lys Leu Arg Pro He Ser Met Pro Val Glu Tyr Asn Trp 
435 440 445 



Val Gly Asp Tyr Glu Asp Pro Asn Lys Met Lys Arg Asp Ser Arg Arg 
450 455 460 
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Glu Asn Ser Leu 
465 

Glu Tyr Met Phe 



Lys Lys Lys Gly 
500 

Pro Ser Leu Gin 
515 

Val Pro Glu Thr 
530 

His Lys Ser Lys 
545 

Arg Arg lie Ser 



Leu Trp Lys Lys 
580 



Leu Arg Tyr Met 
470 

Gin Arg Asn Ser 
485 

Asp Lys Ser Asn 



Met Asp Ala Leu 
520 

Thr Leu Tyr His 
535 

Lys Lys Asn Lys 
550 

Cys Lys Asp Leu 
565 

Lys Asp Ala Lys 



Ser Asn Glu Lys 
475 

Lys Lys Asp Thr 
490 

Ser Pro Thr His 
505 

Arg Gin Asp lie 



Thr Phe Gin Gin 
540 

Gly Pro lie Ala 
555 

Gly Arg Gly Asp 
570 

Ser Tyr Phe Ser 
585 



He Ala Gin Glu 
480 

Gly Lys Lys Ser 
495 

Tyr Ser Leu Leu 
510 

Met Gly Thr Pro 
525 

Ser Ser Leu Gin 



Gly Lys Ser Lys 
560 

Cys Glu Gly Trp 
575 

Gin Lys Trp Lys 
590 



Lys Tyr Trp Phe Val Leu Lys Asp Ala Ser Leu Tyr Trp Tyr He Asn 
595 600 605 

Glu Glu Asp Glu Lys Ala Glu Gly Phe He Ser Leu Pro Glu Phe Lys 
610 615 620 

He Asp Arg Ala Ser Glu Cys Arg Lys Lys Tyr Ala Phe Lys Ala Cys 
625 630 635 640 



His Pro Lys He Lys Ser Phe Tyr 
645 

Met Asn Arg Trp Leu Asn Arg He 
660 

Glu Arg Glu Arg He Lys Gin Glu 
675 680 

Lys Glu Glu Ala Asp Thr Pro Ser 
690 695 

Pro Pro Tyr Asp Thr Tyr Pro Arg 
705 710 

Pro Tyr Val Glu Ala Lys His Ser 
725 

Gin Ser Gin Ser Ser His Glu Glu 
740 



Phe Ala Ala Glu His Leu Asp Asp 
650 655 

Asn Met Leu Thr Ala Gly Tyr Ala 
665 670 

Gin Asp Tyr Trp Ser Glu Ser Asp 
685 

Thr Pro Lys Gin Asp Ser Pro Pro 
700 

Pro Pro Ser Met Ser Cys Ala Ser 
715 720 

Arg Leu Ser Ser Thr Glu Thr Ser 
730 735 

Phe Arg Gin Glu Val Thr Gly Ser 
745 750 
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Ser Ala Val Ser Pro lie Arg Lys Thr Ala Ser Gin Arg Arg Ser Trp 
755 760 765 

Gin Asp Leu lie Glu Thr Pro Leu Thr Ser Ser Gly Leu His Tyr Leu 
770 775 780 

Gin Thr Leu Pro Leu Glu Asp Ser Val Phe Ser Asp Ser Ala Ala lie 
785 790 795 800 

Ser Pro Glu His Arg Arg Gin Ser Thr Leu Pro Thr Gin Lys Cys His 
805 810 815 

Leu Gin Asp His Tyr Gly Pro Tyr Pro Leu Ala Glu Ser Glu Arg Met 
820 825 830 

Gin Val Leu Asn Gly Asn Gly Gly Lys Pro Arg Ser Phe Thr Leu Pro 
835 840 845 

Arg Asp Ser Gly Phe Asn His Cys Cys Leu Asn Ala Pro Val Ser Ala 
850 855 860 

Cys Asp Pro Gin Asp Asp Val Gin Pro Pro Glu Val Glu Glu Glu Glu 
865 870 875 880 

Glu Glu Glu Glu Glu Glu Gly Glu Ala Ala Gly Glu Asn lie Gly Glu 
885 890 895 

Lys Ser Glu Ser Arg Glu Glu Lys Leu Gly Asp Ser Leu Gin Asp Leu 
900 905 910 

Tyr Arg Ala Leu Glu Gin Ala Ser Leu Ser Pro Leu Gly Glu His Arg 
915 920 925 

lie Ser Thr Lys Met Glu Tyr Lys Leu Ser Phe lie Lys Arg Cys Asn 
930 935 940 

Asp Pro Val Met Asn Glu Lys Leu His Arg Leu Arg lie Leu Lys Ser 
945 950 955 960 

Thr Leu Lys Ala Arg Glu Gly Glu Val Ala lie lie Asp Lys Val Leu 
965 970 975 

Asp Asn Pro Asp Leu Thr Ser Lys Glu Phe Gin Gin Trp Lys Gin Met 
980 985 990 

Tyr Leu Asp Leu Phe Leu Asp lie Cys Gin Asn Thr Thr Ser Asn Asp 
995 1000 1005 

Pro Leu Ser lie Ser Ser Glu Val Asp Val lie Thr Ser Ser Leu Ala 
1010 1015 1020 

His Thr His Ser Tyr lie Glu Thr His Val 
1025 1030 
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<210> 2 
<211> 948 
<212> PRT 

<213> Homo sapiens 



<400> 2 

Phe lie Gly Arg 
1 

Cys lie Asp Ser 
20 

Ala Gly lie Asn 
35 

Ala Ala Met Ala 
50 

Gin Val Val Asp 
65 

lie Lys Asn Phe 



Glu Ser Glu Gin 
5 

Glu Gin Glu Asn 



Pro Arg Thr Glu 
40 

Leu lie Met Glu 
55 

Trp Met Lys Gly 
70 

Glu Arg Glu Lys 
85 



lie Asp Asn Ala 
10 

Cys Glu Phe His 
25 



Pro Val Ser Lys 
60 

Leu Asp Asp Cys 
75 

lie Ser Gly Asp 
90 



Met lie Asn Ala 
15 

Met Ala Asn Met 
30 

Gly Thr His 



Trp Ser Pro Ser 



Leu Gin Gin Tyr 
80 

Gin Leu Leu Arg 
95 



lie Asn Leu Glu Asn 
45 



lie Thr His Gin Glu 
100 

Gin Glu Leu lie Leu 
115 

Gly Leu Glu Thr Glu 
130 

Ser Ala Lys Asn Leu 
145 

His Tyr Asp Gly Arg 
165 

Ser Val Val Asp Leu 
180 

Asp Arg Ser Pro Phe 
195 

Asn Val lie Gin Leu 
210 

Cys Thr Val Tyr Glu 
225 

Leu Ser Gly Val Cys 



Leu Glu Asp Leu Gly Val 
105 

Glu Ala Val Asp Leu Leu 
120 

Asn Leu Lys Thr Leu Ser 
135 

Gin Asn Phe He Thr Gly 
150 155 

Thr Ser Arg Lys Leu Pro 
170 

He Gly Ala Ala Lys Ser 
185 

Ala Ala Val Thr Asp Tyr 
200 

Cys Leu Glu Leu Thr Thr 
215 

Thr Glu Asn Lys He Leu 
230 235 

Asp His He He Ser Leu 



Ser Arg He Gly His 
110 

Cys Ala Leu Asn Tyr 
125 

His Lys Leu Asn Ala 
140 

Arg Arg Arg Ser Gly 
160 

Asn Asp Phe Leu Thr 
175 

Leu Leu Ala Trp Leu 
190 

Ser Val Thr Arg Asn 
205 

He Val Gin Gin Asp 
220 

His Val Cys Lys Thr 
240 

Ser Ser Asp Pro Leu 
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245 250 255 

Val Ser Gin Ser Ala His Leu Glu Val lie Gin Leu Ala Asn lie Lys 
260 265 270 

Pro Ser Glu Gly Leu Gly Met Tyr lie Lys Ser Thr Tyr Asp Gly Leu 
275 280 285 

His Val lie Thr Gly Thr Thr Glu Asn Ser Pro Ala Asp Arg Cys Lys 
290 295 300 

Lys lie His Ala Gly Asp Glu Val lie Gin Val Asn His Gin Thr Val 
305 310 315 320 

Val Gly Trp Gin Leu Lys Asn Leu Val Asn Ala Leu Arg Glu Asp Pro 
325 330 335 

Ser Gly Val lie Leu Thr Leu Lys Lys Arg Pro Gin Ser Met Leu Thr 
340 345 350 

Ser Ala Pro Ala Leu Leu Lys Asn Met Arg Trp Lys Pro Leu Ala Leu 
355 360 365 

Gin Pro Leu lie Pro Arg Ser Pro Thr Ser Ser Val Ala Thr Pro Ser 
370 375 380 

Ser Thr lie Ser Thr Pro Thr Lys Arg Asp Ser Ser Ala Leu Gin Asp 
385 390 395 400 

Leu Tyr lie Pro Pro Pro Pro Ala Glu Pro Tyr lie Pro Arg Asp Glu 
405 410 415. 

Lys Gly Asn Leu Pro Cys Glu Asp Leu Arg Gly His Met Val Gly Lys 
420 425 430 

Pro Val His Lys Gly Ser Glu Ser Pro Asn Ser Phe Leu Asp Gin Glu 
435 440 445 

Tyr Arg Lys Arg Phe Asn lie Val Glu Glu Asp Thr Val Leu Tyr Cys 
450 455 460 

Tyr Glu Tyr Glu Lys Gly Arg Ser Ser Ser Gin Gly Arg Arg Glu Ser 
465 " 470 475 480 

Thr Pro Thr Tyr Gly Lys Leu Arg Pro lie Ser Met Pro Val Glu Tyr 
485 490 495 

Asn Trp Val Gly Asp Tyr Glu Asp Pro Asn Lys Met Lys Arg Asp Ser 
500 505 510 

Arg Arg Glu Asn Ser Leu Leu Arg Tyr Met Ser Asn Glu Lys lie Ala 
515 52 0 525 



Gin Glu Glu Tyr Met Phe Gin Arg Asn Ser Lys Lys Asp Thr Gly Lys 
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530 535 540 

Lys Ser Lys Lys Lys Gly Asp Lys Ser Asn Ser Pro Thr His Tyr Ser 
545 550 555 560 

Leu Leu Pro Ser Leu Gin Met Asp Ala Leu Arg Gin Asp lie Met Gly 
565 570 575 

Thr Pro Val Pro Glu Thr Thr Leu Tyr His Thr Phe Gin Gin Ser Ser 
580 585 590 

Leu Gin His Lys Ser Lys Lys Lys Asn Lys Gly Pro lie Ala Gly Lys 
595 600 605 

Ser Lys Arg Arg lie Ser Cys Lys Asp Leu Gly Arg Gly Asp Cys Glu 
610 615 620 

Gly Trp Leu Trp Lys Lys Lys Asp Ala Lys Ser Tyr Phe Ser Gin Lys 
625 630 635 640 

Trp Lys Lys Tyr Trp Phe Val Leu Lys Asp Ala Ser Leu Tyr Trp Tyr 
645 650 655 

lie Asn Glu Glu Asp Glu Lys Ala Glu Gly Phe lie Ser Leu Pro Glu 
660 665 670 

Phe Lys lie Asp Arg Ala Ser Glu Cys Arg Lys Lys Tyr Ala Phe Lys 
675 680 685 

Ala Cys His Pro Lys lie Lys Ser Phe Tyr Phe Ala Ala Glu His Leu 
690 695 700 

Asp Asp Met Asn Arg Trp Leu Asn Arg lie Asn Met Leu Thr Ala Gly 
705 710 715 720 

Tyr Ala Glu Arg Glu Arg lie Lys Gin Glu Gin Asp Tyr Trp Ser Glu 
725 730 735 

Ser Asp Lys Glu Glu Ala Asp Thr Pro Ser Thr Pro Lys Gin Asp Ser 
740 745 750 

Pro Pro Pro Pro Tyr Asp Thr Tyr Pro Arg Pro Pro Ser Met Ser Cys 
755 760 765 

Ala Ser Pro Tyr Val Glu Ala Lys His Ser Arg Leu Ser Ser Thr Glu 
770 775 780 

Thr Ser Gin Ser Gin Ser Ser His Glu Glu Phe Arg Gin Glu Val Thr 
785 790 795 800 

Gly Ser Ser Ala Val Ser Pro lie Arg Lys Thr Ala Ser Gin Arg Arg 
805 810 815 

Ser Trp Gin Asp Leu lie Glu Thr Pro Leu Thr Ser Ser Gly Leu His 
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820 825 830 

Tyr Leu Gin Thr Leu Pro Leu Glu Asp Ser Val Phe Ser Asp Ser Ala 
835 840 845 



Ala lie Ser Pro Glu His Arg Arg 
850 855 

Cys His Leu Gin Asp His Tyr Gly 
865 870 

Arg Met Gin Val Leu Asn Gly Asn 
885 

Leu Pro Arg Asp Ser Gly Phe Asn 
900 

Ser Ala Cys Asp Pro Gin Asp Asp 
915 920 

Glu Glu Glu Glu Glu Glu Glu Glu 
930 935 

Gly Glu Lys Ser 
945 



Gin Ser Thr Leu Pro Thr Gin Lys 
860 

Pro Tyr Pro Leu Ala Glu Ser Glu 
875 880 

Gly Gly Lys Pro Arg Ser Phe Thr 
890 895 

His Cys Cys Leu Asn Ala Pro Val 
905 910 

Val Gin Pro Pro Glu Val Glu Glu 
925 

Gly Glu Ala Ala Gly Glu Asn lie 
940 



<210> 3 

<211> 3105 

<212> DNA 

<213> Homo sapiens 

<400> 3 

atggctctga taatggaacc ggtgagcaaa tggtctccga gtcaagtagt ggactggatg 60 

aaaggtcttg atgactgttt gcagcagtat attaagaact ttgagaggga gaagatcagt 120 

ggggaccagc tgctgcgcat tacacatcag gagctagaag atctgggggt cagccgcatt 180 

ggccatcagg aactgatctt ggaagcagtt gaccttctgt gtgcattgaa ttatggcttg 240 

gaaacagaaa atctaaaaac cctttctcac aagttgaatg catctgccaa aaatctgcag 3 00 

aattttataa caggaaggag aaggagtggc cattatgatg ggaggaccag ccgaaaattg 3 60 

ccaaacgact ttctgacctc agttgtggat ctgattggag cagccaagag tctgcttgcc 420 

tggttggaca ggtcaccatt tgctgctgtg acagactatt cagttacaag aaataatgtc 4 80 

atacaactct gcctggagtt aacaacaatt gtgcaacagg attgtactgt atatgaaaca 540 

gagaataaaa ttcttcacgt gtgtaaaact ctttctggag tctgtgacca catcatatcc 600 

ctgtcgtcag atcctctggt ttcacagtct gctcacctgg aagtgattca actggcaaac 660 

attaaaccaa gcgaagggct gggtatgtat attaaatcta catatgatgg cctccatgta 72 0 

attactggaa ccacagaaaa ttcacctgca gatcggtgca agaaaatcca tgctggcgat 780 

gaagtgattc aagttaatca tcagactgtg gtggggtggc agttgaaaaa tttggtgaat 84 0 

gcactacgag aggacccgag tggtgttatc ttaactttga aaaagcgacc tcagagcatg 900 

cttacctcag caccagcttt actgaaaaat atgagatgga agccccttgc tctgcagcct 960 

cttataccta gaagtcccac aagcagcgtt gccacgcctt ccagcaccat cagtacaccc 1020 

accaaaagag acagttctgc cctccaggat ctctacattc cccctcctcc tgcagaacca 1080 

tatattccca gggatgaaaa aggaaacctt ccttgtgaag acctcagagg acatatggtg 1140 

ggcaagccag tgcataaggg atctgaatca ccaaattcat ttctggatca ggaatatcga 1200 

aagagattta atattgtcga agaagatact gtcttatatt gctatgaata tgaaaaagga 1260 
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agatcaagta gtcaaggaag acgagaaagc 
tctatgccag tggaatataa ttgggtgggg 
gatagtagaa gagaaaactc tctacttcgg 
gaatacatgt ttcagagaaa cagcaaaaag 
gataagagta atagcccaac tcactattca 
agacaagaca tcatgggcac tcctgtgcca 
tcctcactgc agcacaaatc aaagaagaaa 
agacgaattt cttgcaaaga tcttggccgt 
aaagatgcga agagttactt ttcacagaaa 
gcatcccttt attggtatat taatgaggag 
cctgaattta aaattgatag agccagtgaa 
catcctaaaa tcaaaagctt ttattttgct 
cttaacagaa ttaatatgct gactgcagga 
caagattact ggagtgagag tgacaaggaa 
gatagccctc cacccccata tgatacatac 
ccttatgtgg aagcaaaaca tagccgactt 
tctcatgagg agtttcgcca ggaagtaact 
acagccagtc agcgccgctc ctggcaggat 
ttacactatc ttcagactct gcccctggag 
tccccagagc acaggcggca gtctaccctg 
tatgggccat accccttagc tgagagtgag 
aagcctcgaa gttttactct gcctcgagat 
ccagttagtg cctgtgaccc acaggatgac 
gaggaggagg aggaggaagg ggaggcagca 
agagaagaaa agttaggaga ctcattgcaa 
ctgtcaccac taggagaaca tcgtatttca 
aaaagatgta atgatcctgt aatgaatgaa 
actttaaagg ccagagaagg ggaagtagcc 
ttgacatcta aagaattcca acaatggaag 
tgtcaaaata ccacctcaaa tgacccactg 
tcctctctag cacacactca ttcatacatt 



accccaactt atggcaagct acgacctata 1320 
gactatgaag atccaaataa gatgaagaga 1380 
tatatgagca atgaaaagat tgctcaagaa 144 0 
gacacaggga agaagtcaaa aaagaagggt 1500 
ttgctaccta gtttacaaat ggatgcactg 1560 
gagaccacac tataccatac atttcagcag 1620 
aacaaaggtc ctatagcagg caagagcaaa 1680 
ggtgactgtg agggctggct ttggaaaaag 1740 
tggaaaaaat attggtttgt cctaaaggat 1800 
gatgaaaaag cagaaggatt cattagcctg 1860 
tgccgcaaaa aatatgcatt caaagcctgt 1920 
gctgaacatc ttgatgatat gaacaggtgg 1980 
tatgcagaaa gagagaggat taagcaggaa 2 04 0 
gaagcagata ctccatcaac accaaaacaa 2100 
ccacgacctc cctcgatgag ttgcgccagt 2160 
tcctccacgg agacttctca gtctcagtct 2220 
gggagcagtg cagtgtctcc cattcgcaag 2 2 80 
ttaattgaga cgccactgac aagttcaggc 2340 
gattctgtct tctctgactc cgcggccatc 2400 
ccaactcaga aatgccacct gcaggatcac 2460 
aggatgcaag tgctaaatgg aaatgggggc 2520 
agcgggttca accattgctg tctgaatgct 2580 
gtgcaacccc cagaggtgga ggaagaggag 2 64 0 
ggggaaaaca taggagaaaa aagtgaaagc 2 700 
gatttataca gggcactgga gcaggccagt 2 7 60 
accaagatgg aatacaagct atcatttata 2 82 0 
aaactacacc ggctgagaat tctcaaaagc 2 880 
attatcgata aagtcctaga caatccagac 2 94 0 
cagatgtacc tcgacctttt cttggatatc 3 000 
agtatttctt ctgaagtaga tgtaatcact 3 060 
gaaacgcatg tctaa 3105 



<210> 4 

<211> 2683 

<212> DNA 

<213> Homo sapiens 

<400> 4 

atggctctga taatggaacc ggtgagcaaa 
aaaggtcttg atgactgttt gcagcagtat 
ggggaccagc tgctgcgcat tacacatcag 
ggccatcagg aactgatctt ggaagcagtt 
gaaacagaaa atctaaaaac cctttctcac 
aattttataa caggaaggag aaggagtggc 
ccaaacgact ttctgacctc agttgtggat 
tggttggaca ggtcaccatt tgctgctgtg 
atacaactct gcctggagtt aacaacaatt 
gagaataaaa ttcttcacgt gtgtaaaact 
ctgtcgtcag atcctctggt ttcacagtct 
attaaaccaa gcgaagggct gggtatgtat 
attactggaa ccacagaaaa ttcacctgca 
gaagtgattc aagttaatca tcagactgtg 
gcactacgag aggacccgag tggtgttatc 



tggtctccga gtcaagtagt ggactggatg 6 0 
attaagaact ttgagaggga gaagatcagt 12 0 
gagctagaag atctgggggt cagccgcatt 18 0 
gaccttctgt gtgcattgaa ttatggcttg 24 0 
aagttgaatg catctgccaa aaatctgcag 3 00 
cattatgatg ggaggaccag ccgaaaattg 3 60 
ctgattggag cagccaagag tctgcttgcc 42 0 
acagactatt cagttacaag aaataatgtc 4 80 
gtgcaacagg attgtactgt atatgaaaca 54 0 
ctttctggag tctgtgacca catcatatcc 600 
gctcacctgg aagtgattca gctggcaaac 660 
attaaatcta catatgatgg cctccatgta 72 0 
gatcggtgca agaaaatcca tgctggcgat 7 80 
gtggggtggc agttgaaaaa tttggtgaat 84 0 
ttaactttga aaaagcgacc tcagagcatg 900 
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cttacctcag caccagcttt actgaaaaat atgagatgga agccccttgc tctgcagcct 960 
cttataccta gaagtcccac aagcagcgtt gccacgcctt ccagcaccat cagtacaccc 102 0 
accaaaagag acagttctgc cctccaggat ctctacattc cccctcctcc tgcagaacca 1080 
tatattccca gggatgaaaa aggaaacctt ccttgtgaag acctcagagg acatatggtg 114 0 
ggcaagccag tgcataaggg atctgaatca ccaaattcat ttctggatca ggaatatcga 12 0 0 
aagagattta atattgtcga agaagatact gtcttatatt gctatgaata tgaaaaagga 1260 
agatcaagta gtcaaggaag acgagaaagc accccaactt atggcaagct acgacctata 132 0 
tctatgccag tggaatataa ttgggtgggg gactatgaag atccaaataa gatgaagaga 13 8 0 
gatagtagaa gagaaaactc tctacttcgg tatatgagca atgaaaagat tgctcaagaa 144 0 
gaatacatgt ttcagagaaa cagcaaaaag gacacaggga agaagtcaaa aaagaagggt 15 0 0 
gataagagta atagcccaac tcactattca ttgctaccta gtttacaaat ggatgcactg 1560 
agacaagaca tcatgggcac tcctgtgcca gagaccacac tataccatac atttcagcag 1620 
tcctcactgc agcacaaatc aaagaagaaa aacaaaggtc ctatagcagg caagagcaaa 168 0 
agacgaattt cttgcaaaga tcttggccgt ggtgactgtg agggctggct ttggaaaaag 174 0 
aaagatgcga agagttactt ttcacagaaa tggaaaaaat attggtttgt cctaaaggat 1800 
gcatcccttt attggtatat taatgaggag gatgaaaaag cagaaggatt cattagcctg 1860 
cctgaattta aaattgatag agccagtgaa tgccgcaaaa aatatgcatt caaagcctgt 1920 
catcctaaaa tcaaaagctt ttattttgct gctgaacatc ttgatgatat gaacaggtgg 1980 
cttaacagaa ttaatatgct gactgcagga tatgcagaaa gagagaggat taagcaggaa 2040 
caagattact ggagtgagag tgacaaggaa gaagcagata ctccatcaac accaaaacaa 2100 
gatagccctc cacccccata tgatacatac ccacgacctc cctcgatgag ttgcgccagt 2160 
ccttatgtgg aagcaaaaca tagccgactt tcctccacgg agacttctca gtctcagtct 2220 
tctcatgagg agtttcgcca ggaagtaact gggagcagtg cagtgtctcc cattcgcaag 2280 
acagccagtc agcgccgctc ctggcaggat ttaattgaga cgccactgac aagttcaggc 2340 
ttacactatc ttcagactct gcccctggag gattctgtct tctctgactc cgcggccatc 2400 
tccccagagc acaggcggca gtctaccctg ccaactcaga aatgccacct gcaggatcac 2460 
tatgggccat accccttagc tgagagtgag aggatgcaag tgctaaatgg aaatgggggc 2520 
aagcctcgaa gttttactct gcctcgagat agcgggttca accattgctg tctgaatgct 2580 
ccagttagtg cctgtgaccc acaggatgac gtgcaacccc cagaggtgga ggaagaggag 2 64 0 
gaggaggagg aggaggaagg ggaggcagca ggggaaaaca tag 2 683 



<210> 5 

<211> 5749 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: cDNA of human 
Maguin-1 

<400> 5 

cgggcagcta gtcgtgctcg gggcttcact cccgcgcgtg aggcgagcgg gcaagttggc 60 
tgagggcgtg cggcagaggc tgcttccctc ggcgacgcga cccctcagca actcaagcta 12 0 
tgaactgaag ctccctaggg acggagaccg gagcggagcg gcggaggcag cagcagcagc 180 
agcagcagca gcagcagcag cagccgccgc cgccgccgcc ttagcgggaa ctgagcagac 24 0 
ccggcgcgga gccacgactc ctgcacgttt acctccctgt cgccgttcct gccggcggtt 3 00 
ggctaaaaga cgttacagcc gcgagacccg acacacaaaa gccgctttct ccgcgccgcc 360 
cgcccaggga ggctgcggcc agcaagggac cccacctgag agcagctcgg gctgctgagt 42 0 
tcgttttgtg tctgagctct gcgctctgca cggaaccgac cccgtaccca tggctctgat 480 
aatggaaccg gtgagcaaat ggtctccgag tcaagtagtg gactggatga aaggtcttga 54 0 
tgactgtttg cagcagtata ttaagaactt tgagagggag aagatcagtg gggaccagct 60 0 
gctgcgcatt acacatcagg agctagaaga tctgggggtc agccgcattg gccatcagga 660 
actgatcttg gaagcagttg accttctgtg tgcattgaat tatggcttgg aaacagaaaa 720 
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tctaaaaacc ctttctcaca agttgaatgc atctgccaaa aatctgcaga attttataac 780 

aggaaggaga aggagtggcc attatgatgg gaggaccagc cgaaaattgc caaacgactt 84 0 

tctgacctca gttgtggatc tgattggagc agccaagagt ctgcttgcct ggttggacag 900 

gtcaccattt gctgctgtga cagactattc agttacaaga aataatgtca tacaactctg 960 

cctggagtta acaacaattg tgcaacagga ttgtactgta tatgaaacag agaataaaat 1020 

tcttcacgtg tgtaaaactc tttctggagt ctgtgaccac atcatatccc tgtcgtcaga 1080 

tcctctggtt tcacagtctg ctcacctgga agtgattcaa ctggcaaaca ttaaaccaag 1140 

cgaagggctg ggtatgtata ttaaatctac atatgatggc ctccatgtaa ttactggaac 1200 

cacagaaaat tcacctgcag atcggtgcaa gaaaatccat gctggcgatg aagtgattca 1260 

agttaatcat cagactgtgg tggggtggca gttgaaaaat ttggtgaatg cactacgaga 1320 

ggacccgagt ggtgttatct taactttgaa aaagcgacct cagagcatgc ttacctcagc 13 80 

accagcttta ctgaaaaata tgagatggaa gccccttgct ctgcagcctc ttatacctag 144 0 

aagtcccaca agcagcgttg ccacgccttc cagcaccatc agtacaccca ccaaaagaga 1500 

cagttctgcc ctccaggatc tctacattcc ccctcctcct gcagaaccat atattcccag 1560 

ggatgaaaaa ggaaaccttc cttgtgaaga cctcagagga catatggtgg gcaagccagt 162 0 

gcataaggga tctgaatcac caaattcatt tctggatcag gaatatcgaa agagatttaa 1680 

tattgtcgaa gaagatactg tcttatattg ctatgaatat gaaaaaggaa gatcaagtag 1740 

tcaaggaaga cgagaaagca ccccaactta tggcaagcta cgacctatat ctatgccagt 1800 

ggaatataat tgggtggggg actatgaaga tccaaataag atgaagagag atagtagaag 1860 

agaaaactct ctacttcggt atatgagcaa tgaaaagatt gctcaagaag aatacatgtt 192 0 

tcagagaaac agcaaaaagg acacagggaa gaagtcaaaa aagaagggtg ataagagtaa 1980 

tagcccaact cactattcat tgctacctag tttacaaatg gatgcactga gacaagacat 2040 

catgggcact cctgtgccag agaccacact ataccataca tttcagcagt cctcactgca 2100 

gcacaaatca aagaagaaaa acaaaggtcc tatagcaggc aagagcaaaa gacgaatttc 2160 

ttgcaaagat cttggccgtg gtgactgtga gggctggctt tggaaaaaga aagatgcgaa 2220 

gagttacttt tcacagaaat ggaaaaaata ttggtttgtc ctaaaggatg catcccttta 22 80 

ttggtatatt aatgaggagg atgaaaaagc agaaggattc attagcctgc ctgaatttaa 2340 

aattgataga gccagtgaat gccgcaaaaa atatgcattc aaagcctgtc atcctaaaat 2400 

caaaagcttt tattttgctg ctgaacatct tgatgatatg aacaggtggc ttaacagaat 2460 

taatatgctg actgcaggat atgcagaaag agagaggatt aagcaggaac aagattactg 2520 

gagtgagagt gacaaggaag aagcagatac tccatcaaca ccaaaacaag atagccctcc 2 580 

acccccatat gatacatacc cacgacctcc ctcgatgagt tgcgccagtc cttatgtgga 2 64 0 

agcaaaacat agccgacttt cctccacgga gacttctcag tctcagtctt ctcatgagga 2700 

gtttcgccag gaagtaactg ggagcagtgc agtgtctccc attcgcaaga cagccagtca 2760 

gcgccgctcc tggcaggatt taattgagac gccactgaca agttcaggct tacactatct 2 820 

tcagactctg cccctggagg attctgtctt ctctgactcc gcggccatct ccccagagca 2880 

caggcggcag tctaccctgc caactcagaa atgccacctg caggatcact atgggccata 2 940 

ccccttagct gagagtgaga ggatgcaagt gctaaatgga aatgggggca agcctcgaag 3000 

ttttactctg cctcgagata gcgggttcaa ccattgctgt ctgaatgctc cagttagtgc 3060 

ctgtgaccca caggatgacg tgcaaccccc agaggtggag gaagaggagg aggaggagga 3120 

ggaggaaggg gaggcagcag gggaaaacat aggagaaaaa agtgaaagca gagaagaaaa 3180 

gttaggagac tcattgcaag atttatacag ggcactggag caggccagtc tgtcaccact 3240 

aggagaacat cgtatttcaa ccaagatgga atacaagcta tcatttataa aaagatgtaa 3 300 

tgatcctgta atgaatgaaa aactacaccg gctgagaatt ctcaaaagca ctttaaaggc 3360 

cagagaaggg gaagtagcca ttatcgataa agtcctagac aatccagact tgacatctaa 3420 

agaattccaa caatggaagc agatgtacct cgaccttttc ttggatatct gtcaaaatac 3480 

cacctcaaat gacccactga gtatttcttc tgaagtagat gtaatcactt cctctctagc 3540 

acacactcat tcatacattg aaacgcatgt ctaaatgtat tctgccttca gaccatctag 3600 

tacctgctgg tactctgaac aagtatataa ggtagttttt atatcaatgt gtggaacact 3 660 

tgacaagcta tactttaatg ttaccaaact atatgaaaca aaccatatat ggtcacaata 3 72 0 

ccactatctt taatgagcat ttgtatattt tatatgcaac agtgctcagc ttatgtttac 3780 

catgtgcaaa atcaactgtc tttaatgact taaaattaac ttttgcaaac aattctaaat 3 840 

acaggtggtc ttcaagtagt aaaaccacaa aaggcagttt tctatctatg gtcatctttt 3 900 

ctccctttaa gttaatttta tataaacaag acttcaaaag taaatcacat tttttcaggt 3 960 
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gcagacatcc ttgtgggtgg gaaagaattt aaaccttttt tatatttatt aaaatgttct 4 02 0 
aagaattttc ttaaacattg cacaaagttt aatgctgtag ttttattttt gtgaaatgta 4080 
gatgcgcata caagagctaa gcaaaataga agagcatcga cataagaaaa gttcaggtat 414 0 
ctaatattcg tcttaatagt ctattaactt gtgaaagcta agttaatgga aatattattc 4200 
caaatctatg agaacacttg gtgtatcagg gcaaagcttt gtaagatgtt tttgtaacta 4260 
agaccaaaat tgaagataga gctgctttat tttcttggtt taaatcttcc tttatttttg 4320 
tagtgatgag atgctgattg tgtacagaag aatttgagag gggattttta aaaactgact 43 80 
taacacaccc agaaaggcag ctaacagcta tatatatata taaatttcag cccaaactca 4440 
tgtttttaaa ctccaactct taaaagacaa caaggtataa actgaaatga atcaactttc 4500 
cacttagttt ccaattttcc cctagtccac taattaaact taggtaatta tacttcaggt 4560 
agggaagtac aatatgttta gtttcaggct gatgtgtgtt ataaaaaaca acactgaaaa 4 62 0 
ataaaaatgt acttcccttc taaggagcaa gcaggtgatg gtcattcaaa gagatgtcac 4680 
attgaattat gagagaaaca atttagaggt ttttttcctg gcttcatgaa ttgttctata 474 0 
gagtggatga agtctaagga aaagtcctct tcatatattt ccatttataa gcgtcttgtt 4800 
tttgaaagtg atcacagcat gaaaatgact gtgctgcttt ttagtgtctg gctgcataat 4860 
gtacaagtca caatttgctg tttttttcag gaggagaaag ggaacctcct ttactattct 492 0 
atatcctaaa atctacttct aatcagcttt atactgttgc ctgtacagct cagtgaatgt 4980 
actttcatct ttaagagttc agatatatgc cagtgaatat ttttgctgta gaggagaaag 504 0 
taaaaactcc acagcgggga tctttttctt tgcttttgaa accaccattg aatcactatc 5100 
gttttgcaga ctttgcacaa ctgtacagga gagtggcctt tctacagcac attttcagta 5160 
atcctatatt tagtcaaaat ggatgagaaa tcatgtatta atgtttgtat ggaattttgg 522 0 
gtccagtgta atatttttat catttaaaaa gaactctatt tgtaaaaaca tttatttact 5280 
gcatggatat tgacgcacat taaatttgtg ggattttgta tatgtaaaaa aaaaaaaaaa 5340 
aaaaaaaaac aaaaaacctc ttgtcctaaa atgaagtgtg cttgttaaca ggtgtttaga 5400 
cttattgatg tttactagac caaatgtgta tgttcactta aaaatatatg tacctgatgg 5460 
atgtgtcatg tttacagtgg ccaggttgtg gcctgtaaac agcaagcagt tgacgggaag 552 0 
actagctctg ttgctactaa gcagctttta cttttgtaaa gtcagctctg ttgttttaaa 5580 
tggtaaaaat taaactaatg aatttgacaa gactcgtggc tagcctagca tgaaagagac 564 0 
cttttaacac tatataatat ctgtacattt tattgcattc gtttcaaatc taggagagag 5700 
gcagcactgt aaactgaagt caaataaatt cagctcttaa tgaatcctt 5749 



<210> 6 
<211> 4350 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: cDNA of human 
Maguin-2 

<400> 6 

gtgctcgggg cttcactccc gcgcgtgagg cgagcgggca agttggctga gggcgtgcgg 60 
cagaggctgc ttccctcggc gacgcgaccc ctcagcaact caagctatga actgaagctc 120 
cctagggacg gagaccggag cggagcggcg gaggcagcag cagcagcagc agcagcagca 180 
gcagcagcag ccgccgccgc cgccgcctta gcgggaactg agcagacccg gcgcggagcc 24 0 
acgactcctg cacgtttacc tccctgtcgc cgttcctgcc ggcggttggc taaaagacgt 300 
tacagccgcg agacccgaca cacaaaagcc gctttctccg cgccgcccgc ccagggaggc 360 
tgcggccagc aagggacccc acctgagagc agctcgggct gctgagttcg ttttgtgtct 420 
gagctctgcg ctctgcacgg aaccgacccc gtacccatgg ctctgataat ggaaccggtg 48 0 
agcaaatggt ctccgagtca agtagtggac tggatgaaag gtcttgatga ctgtttgcag 54 0 
cagtatatta agaactttga gagggagaag atcagtgggg accagctgct gcgcattaca 600 
catcaggagc tagaagatct gggggtcagc cgcattggcc atcaggaact gatcttggaa 660 
gcagttgacc ttctgtgtgc attgaattat ggcttggaaa cagaaaatct aaaaaccctt 72 0 
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tctcacaagt tgaatgcatc tgccaaaaat 
agtggccatt atgatgggag gaccagccga 
gtggatctga ttggagcagc caagagtctg 
gctgtgacag actattcagt tacaagaaat 
acaattgtgc aacaggattg tactgtatat 
aaaactcttt ctggagtctg tgaccacatc 
cagtctgctc acctggaagt gattcagctg 
atgtatatta aatctacata tgatggcctc 
cctgcagatc ggtgcaagaa aatccatgct 
actgtggtgg ggtggcagtt gaaaaatttg 
gttatcttaa ctttgaaaaa gcgacctcag 
aaaaatatga gatggaagcc ccttgctctg 
agcgttgcca cgccttccag caccatcagt 
caggatctct acattccccc tcctcctgca 
aaccttcctt gtgaagacct cagaggacat 
gaatcaccaa attcatttct ggatcaggaa 
gatactgtct tatattgcta tgaatatgaa 
gaaagcaccc caacttatgg caagctacga 
gtgggggact atgaagatcc aaataagatg 
cttcggtata tgagcaatga aaagattgct 
aaaaaggaca cagggaagaa gtcaaaaaag 
tattcattgc tacctagttt acaaatggat 
gtgccagaga ccacactata ccatacattt 
aagaaaaaca aaggtcctat agcaggcaag 
ggccgtggtg actgtgaggg ctggctttgg 
cagaaatgga aaaaatattg gtttgtccta 
gaggaggatg aaaaagcaga aggattcatt 
agtgaatgcc gcaaaaaata tgcattcaaa 
tttgctgctg aacatcttga tgatatgaac 
gcaggatatg cagaaagaga gaggattaag 
aaggaagaag cagatactcc atcaacacca 
acatacccac gacctccctc gatgagttgc 
cgactttcct ccacggagac ttctcagtct 
gtaactggga gcagtgcagt gtctcccatt 
caggatttaa ttgagacgcc actgacaagt 
ctggaggatt ctgtcttctc tgactccgcg 
accctgccaa ctcagaaatg ccacctgcag 
agtgagagga tgcaagtgct aaatggaaat 
cgagatagcg ggttcaacca ttgctgtctg 
gatgacgtgc aacccccaga ggtggaggaa 
gcagcagggg aaaacatagg agaaaaaagc 
ccatgccaaa tcggatccac ttctgttggc 
gctaatgttt agagaattta gatcggagag 
tcttgcaagc aactaaaatg gcctcgtcct 
aaagcttaga tcatcaagtg ttttggattg 
ggccactctt aagaagaatg cgagctttct 
tcaagatgga gcacagtaac agaaaactgc 
gtcttaactg ggaaagggct ctgtgtggta 
aaaagagagg gatcagcttc aataactaga 
ggcctcttta aggcaaagca gagaaagcaa 
aaacttgacg tgctgtattg tactaaatta 
atttgctttg aaacttacfca tgtttatfcct 
gactgctttc ggtgacatta atgaagaaaa 
tcagctaaaa tcctaacttt ctccttattt 



ctgcagaatt ttataacagg aaggagaagg 7 80 
aaattgccaa acgactttct gacctcagtt 840 
cttgcctggt tggacaggtc accatttgct 900 
aatgtcatac aactctgcct ggagttaaca 960 
gaaacagaga ataaaattct tcacgtgtgt 1020 
atatccctgt cgtcagatcc tctggtttca 1080 
gcaaacatta aaccaagcga agggctgggt 1140 
catgtaatta ctggaaccac agaaaattca 12 00 
ggcgatgaag tgattcaagt taatcatcag 1260 
gtgaatgcac tacgagagga cccgagtggt 1320 
agcatgctta cctcagcacc agctttactg 13 80 
cagcctctta tacctagaag tcccacaagc 1440 
acacccacca aaagagacag ttctgccctc 1500 
gaaccatata ttcccaggga tgaaaaagga 1560 
atggtgggca agccagtgca taagggatct 162 0 
tatcgaaaga gatttaatat tgtcgaagaa 1680 
aaaggaagat caagtagtca aggaagacga 174 0 
cctatatcta tgccagtgga atataattgg 18 00 
aagagagata gtagaagaga aaactctcta 1860 
caagaagaat acatgtttca gagaaacagc 192 0 
aagggtgata agagtaatag cccaactcac 1980 
gcactgagac aagacatcat gggcactcct 2 040 
cagcagtcct cactgcagca caaatcaaag 2100 
agcaaaagac gaatttcttg caaagatctt 2160 
aaaaagaaag atgcgaagag ttacttttca 2220 
aaggatgcat ccctttattg gtatattaat 2280 
agcctgcctg aatttaaaat tgatagagcc 2340 
gcctgtcatc ctaaaatcaa aagcttttat 2400 
aggtggctta acagaattaa tatgctgact 2460 
caggaacaag attactggag tgagagtgac 2 52 0 
aaacaagata gccctccacc cccatatgat 2580 
gccagtcctt atgtggaagc aaaacatagc 2640 
cagtcttctc atgaggagtt tcgccaggaa 2700 
cgcaagacag ccagtcagcg ccgctcctgg 2760 
tcaggcttac actatcttca gactctgccc 2 82 0 
gccatctccc cagagcacag gcggcagtct 2880 
gatcactatg ggccataccc cttagctgag 2 940 
gggggcaagc ctcgaagttt tactctgcct 3000 
aatgctccag ttagtgcctg tgacccacag 3 060 
gaggaggagg aggaggagga ggaaggggag 3120 
taatacactg cgagagttgg tagaacctct 3180 
actcaaccca ttggactcac agattgataa 3 240 
agtcggtacg gcgcagactc aacatcaacc 3 3 00 
tgctgtttat aacagaaaac agacttgtaa 3 360 
ggggcctccc aaagggatat aagaggggca 3 42 0 
acattgggac tagcataaga tcaaagccaa 34 80 
ggtttctgtg ggagaacaga aggggaaagg 3 54 0 
acacctcagt tgtgttctcc tgacaccagg 3 600 
aaattctggc tgtttaatgg actctttggt 3 660 
attatgtatt aagtgtattt tgcattttta 3720 
agtgtaatct attaaggcaa ggtatacaca 3780 
attataaagt gtattcaggt gcaacacaga 3 84 0 
tttctcatgc caggctttat tatagaatct 3 900 
cttggcactt gtatacaagt ggtgttgcct 3 960 
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cttagggcag gcatgagcta ttcttttctg taaaatattt tgaatctata ggctgtgggt 4 02 0 

ttcatttttg aaaagtattt tgtctggatg tctttcaaac tagcttcaga tattatttaa 4080 

tactatgtaa ctgggtcccc tatggctcaa tcaatattgc ttatttttct tctgtagtgg 4140 

atgtgaaatt tcctttagtt ggataagata cactgtaata attttaatgc taattaatga 4200 

tatttcatac tgtgcaatga acagataatt taacactgta ttttgaaatg tttttttctt 4260 

cctgtcaccg cagtgtgtgg tattgcataa tgtgaatacc tgtaaaaata taaattactt 432 0 

aaaaataaaa atatgaccaa ttggtatcag 4350 



<210> 7 
<211> 50 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: cDNA fragment 
of Maguin-1 

<400> 7 

ggagagaggc agcactgtaa actgaagtca aataaattca gctcttaatg 



<210> 8 
<211> 13 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
One-base-anchor oligonucleotides 

<400> 8 

httttttttt tta 



<210> 9 
<211> 13 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: 
One-base-anchor oligonucleotides 

<400> 9 

httttttttt ttg 



<210> 10 

<211> 13 

<212> DNA 

<213> Artificial 



Sequence 



<220> 
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<223> Description of Artificial Sequence: 
One-base-anchor oligonucleotides 

<400> 10 
httttttttt ttc 



<210> 11 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer for 
Maguin-1 

<400> 11 

cagcaagcag ttgacggga 



<210> 12 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer for 
Maguin-1 

<400> 12 

tgaatttgac aagactcgtg gc 



<210> 13 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer for 
Maguin-2 

<400> 13 

gggcctccca aagggatat 



<210> 14 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer for 
Maguin-2 
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<400> 14 

cccaatgtag aaagctcgca tt 



<210> 15 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
cyclophilin B 

<400> 15 

actgaagcac tacgggcctg 



<210> 16 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
cyclophilin B 

<400> 16 

agccgttggt gtctttgcc 



<210> 17 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
ribosomal protein S9 

<400> 17 

ggtcaaattt accctggcca 



<210> 18 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
ribosomal protein S9 



Sequence: primer for 



20 



Sequence : primer for 



19 



Sequence: Primer for 



20 



Sequence : Primer for 



<400> 18 



tctcatcaag cgtcagcagt tc 

<210> 19 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
beta-actin 

<400> 19 

tggaacggtg aaggtgaca 

<210> 20 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
beta-actin 

<400> 20 

ggcaagggac ttcctgtaa 



<210> 21 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
GAPDH 

<400> 21 

cgtcatgggt gtgaaccatg 



<210> 22 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 
GAPDH 
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22 



Sequence: primer for 

19 



Sequence : primer for 

19 



Sequence : Primer for 

20 



Sequence : Primer for 



<400> 22 

gctaagcagt tggtggtgca g 



21 
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<210> 23 

<211> 21 

<212> DNA 

<213> Artificial 



Sequence 



<220> 

<223> Description of Artificial Sequence: Primer for 
transferrin receptor 

<400> 23 

gtcgctggtc agttcgtgat t 



<210> 24 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer for 
transferrin receptor 



<400> 24 

agcagttggc tgttgtacct etc 



23 
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